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Materials and methods
Crystallization, data collection, and structure determination
The ectodomains of PGRP-LCa (residues 355-520) and PGRP-LCx (residues 335-500) was expressed and purified as described previously in (1). TCT was isolated from E. coli as described in (2) . Purified protein fragments were mixed with TCT at a molar ratio of 1:1:6 (LCa:LCx:TCT) for overnight and then concentrated to 12 mg/ml.
Crystals with thin-plate morphology were grown in hang drops by vapor diffusion, over wells containing 20% polyethylene glycol 1500, 5% ethylene glycol, and 100 mM phosphate-citrate at pH 4.2. Crystals were harvested and soaked briefly in the mother liquid containing 30% glycerol, and flash-frozen in liquid propane.
X-ray diffraction data were collected using synchrotron radiation source at the 19-ID beamline at Advance Photon Source (APS) and processed using HKL2000 (3). The crystal contains one ternary complex per asymmetric unit with a crystal solvent content of 45%. Using the structure of PGRP-SA (PDB ID code 1S2J) and the LCa ectodomain (1Z6I) as the search models, two molecular replacement solutions were found with the program PHASER (4). The LCx ectodomain structure was rebuilt from the PGRP-SA model using the program Coot (5). The TCT model was built using the program 2 PRODRG (6) and was fit into the electron density map, after protein models have been completely rebuilt, using Coot. The structure of the LCa/TCT/LCx complex was refined using CCP4 Refmac (7), to a final R free of 22.6% and R work of 16.6%. Crystallographic and refinement statistics are listed in Table S1 . 
